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Errata and Corrigenda 
The pubhshers and the authors would like to make the followmg correction’ 
Dariush N , Fisher G W , Cux R P , Chuang, D T , Structure of the gene encodmg the entlre mature Elo! subumt 
of human branched-&am a-keto acid dehydrogenase complex (199 1) FEBS Letters 284, 34-38 
I Figure 2 was mislabeled and two portlons of the sequence were separated and m incorrect order 
See below and next page for correct figure and legend 
Fig. 2 Nucleotlde and deduced ammo acid sequences of the exons of human Ela! gene. Exomc sequences ale m 
capitals, and partial mtlomc sequences at exon/mtron boundailes are m lower case The approximate sizes of mtrons 
(except mtron 1) are rndlcated The highly conserved rcglon (Iln_d_ened) flanking the two phosphoserme (asterisk) 
residues IS encoded by exon 8 The complete 3’ end of the gene, which includes the polyadenyldtlon signal (AATAAA) 
(ur~d.er$n~d) termmates at base 1726. Nucleotlde numbers ale accordmg to the human EIol cBNA sequence [4J 
2 On page 36, hne 17 of the text m the left column, the size of exon 5 (106 bases) was an error. The correct size for 
exon 5 1s 162 bases 
3 Also on page 36. the second sentence rn the right column should read 
The upstream mltochondrlal presequence from Gly-(-43) to Ser-(-10) m the Ela cDNA 1s also absent m the genomlc 
clone (Fig 2) 
Instead of 
The upstream mltochondrlal presequcnce from Gly-( -43) to Ala-(- IO) tn the E 1 o! cDNA IS also absent m the genomvz. 
clone (Fig. 2) 
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cgcccaggcc /o 1 I&v 
LeuProLysGluLysValLe~ 
CcaaCtgCCCcaCqtctatctgtgcctccaCcCgCagCTGCCGAAGGAGAACGTGCTG 
60 70 80 
LysLeuTyrLysSerMctThrL@uL@uAsnThrMetAepArgIleLeuTyrCluSerGlnArgGln 






GCCGCCCTGGACAACACGGACCTGGTGTTTGGCCAGTACCGGGAGGCAGgtacgtct /5 0 kb/ ctcctcccct 
120 130 140 
lyValLeuM@tTyrArgAspTyrProLeuGluL@uPheMetAlaGlnCysTyrGlyAsnIleSerAspLeuGlyLys6ly 
cctayGTGTGCTGATGTATCGGGACTACCAACTAGGGG 





agget /3 1 k-b/ tctcetcccctgcagCGGTGGCGGCGTACCCACCCACAGGGTC 








/C 3 kb/ tctgtgtccccacagCAGCACGAGGCCCCGGGTATGGCATCATGTC~TCCGCGTGGATGGT~TGAT 
260 270 280 
ValPheAlaValTyrAsnAlaThrLysGluALoArgArgArqAlaValAlaGluAenGlnProPheLeuIlaGluAlaMetThr 
GTGTTTGCCGTATACkACGCCACAkAGGAGGAGGCCCGACGGCGGGCTGTGGCAGAG~CCAGCCCTTTCTCATCGAGGCCATGACC 
290 * 300 
TyrAr gIleGlyH~sH~sSerThrSorAepAsDSer5ezAlaTYr 
TACAGgtgcctgc /o 2 kb/ cttgcccctgtgcagGATCGGGCACCACAGCACCAGTGACGACAGTTCAGCGTAC 





TGGGhTGAGGAGCAGGAGAACCCCTGGAGG~GCAGTCCCGCAGG~Ggtg~gggt /l 2 m/ CCcatgtCCCC 
350 360 370 
ValMetGluAlaPheCluGlnAlnCluArgLysProLysProAsnProAsnLeuLeuPheSerAspValTyrGlnGluM@t 
acoyCTGATGGACGCCTTTGAGCAGGCCGAGCGG~GCCC~CCC~CCCC~CCTGCTCTTCTCAGACGTGTATCAGGAGATG 
380 390 
FroklaGlnLeuArgiysGlnGlnGluSerLeuAlaArgH~sLeuGlnThrTyrG~yGluH~sTyrProLeuAspH~sPheAsp 
CCCGCCCkGCTCCGCkAGCACCAGGAGTCTCTGGCCCOCCACCTGCAGACCTACG~GCAGCACTACCCACTGGATCACTTCGAT 
400 
LYE*'* 
AAGTGAGACCTCCTCAGCCCACCCCCACCCATCCTCACCTACCCCGAGAGGThCCCCCACTCTAACCCCAGChCCCGCACCTGACCTGh 
CAGCACACCACTGTCTTCCCCACTCACCTCAGCTCCCTCT~TACTCAGCGGCCAGCGCGGCT~CACTCTTCACCCCTGCTCCTCC 
CGGCTGTTACATTGTCAGGCGACAGCATCTGCAGCAGCAGTTGCTGAGGCTCCGTCAGCCCCCTCTTCACCTGTTCTTACAGTGCCT 
TCTCCCAGG(rGCTCCGTGAGGGCACATTChGGACTAG~GCCCCTCTGGGCATGGGGTGGACATGGCAGGTCAGCCTGTGG~C 
TTGCGCAGGTGCGAGTGGCChGChCnCCTCACG~CTGCATCTCTOCCCC~GGCTCTCT 
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